. Cell morphology during migration. Figure S4 . β-PIX identification as a P-cadherin partner by proteomic analysis. MaxQuant and Perseus were used to identify and quantify proteins with statistically significant changes in P-cadherin interaction in two conditions (IP1, confluent cells, and IP2, collectively migrating cells). The graph illustrates the log2 (H/L) SIL AC ratio values for proteins from IP1 (x axis) versus IP2 (y axis). The bait protein (P-cadherin = Cdh3), α-and β-catenin (CTN NA1 and CTN NB1, two known cadherin-associated proteins) and β-PIX (Arhgef7) are highlighted and labeled in red, black, and green, respectively. Blue diamonds show the other significant proteins in both IPs (identified using Perseus). Figure S5 . Generation of P-cadherin-expressing cells knocked down for Cdc42 and β-PIX. (a and b) C2C12 Pcad cells were infected with viruses expressing control Luciferase or Cdc42 shRNA (a), and 48 h later, the cells were lysed and analyzed by immunoblotting for Cdc42 and β-actin (b) Luciferase shRNA or β-PIX shRNA and selected to generate a stable cell line analyzed for β-PIX and β-actin expression. (c and d) Velocity and persistence of cells measured 4-15 h after removal of the insert. The drug was added 2-4 h before insert removal, and free medium with the drug was added after insert removal. Shown is the mean ± SEM. **, P < 0.005; ***, P < 0.0005. (e) Inverted contrast images of P-cadherin and F-actin (e) or E-and R-cadherin staining (f) of the indicated cell lines 8 h after removal of the insert. Bar, 10 µm. 
